ABSTRACT We report here the draft genome sequence of strain 4014 of Pseudomonas aeruginosa, a common human pathogen, isolated from soil in France. This sequence predicts resistance to multiple antibiotics, including vancomycin.
aeruginosa (17) . Phenazine biosynthesis, which is essential to pyocyanin production (18) , is encoded by 14 genes. Degradation of aromatic compounds is encoded by 122 genes. This bacterium is equipped to resist antibiotics and metals (133 genes). This annotation predicts resistance to vancomycin, fosfomycin, fluoroquinolones, and betalactam antibiotics. Motility and chemotaxis are encoded by 116 genes. This genome resource adds to the knowledge of the species Pseudomonas aeruginosa.
Data availability. This whole-genome shotgun (WGS) project was deposited at DDBJ/EMBL/GenBank under the accession number NFRZ00000000. The version described in this paper is the first version, NFRZ01000000. The 131 contigs have been deposited under the accession numbers NFRZ01000001 through NFRZ01000131. Raw sequencing data sets have been registered in the NCBI Sequence Read Archive database (19) under the accession number SRR5513015.
